22 Because increasing evidence has confirmed the importance of plant-associated bacteria for plant 23 growth and productivity, it is believed that interactions between bacteria and alien plants play an 24 important role in plant invasions. However, the diversity of bacterial communities associated 25 with invasive plants is poorly understood. Therefore, we investigated the diversity of rhizo-and 26 endophytic bacteria associated with the invasive annual plant Senecio vulgaris L (Asteraceae) 27 based on bacterial 16S rRNA gene data obtained from 57 samples of four S. vulgaris populations 28 in a subtropical mountainous area in central China. 29 Significant differences in diversity were observed between plant compartments：rhizosphere 30 harbored much more bacterial OTUs and showed higher alpha diversity than the leaf and root 31 endosphere. Bacterial community composition differed substantially between compartments and 32 populations in relative abundance profiles, especially at phyla and family level. However, the top 33 five phyla (Proteobacteria, Firmicutes, Bacteroidetes, Actinobacteria and Acidobacteria) 34 comprised more than 90% of abundance in all the bacterial communities. And similar endophytic 35 communities with a shared core set of bacteria were observed from different S. vulgaris 36 populations. According to the function prediction based on the identification and abundance 37 information of the OTU, bacteria characterized as plant pathogens, as well as those involved in 38 ureolysis and nitrate reduction, were rich in endophytic communities.
Diversity analysis and function prediction of rhizo-and endophytic bacterial communities of Senecio vulgaris L. (Asteraceae) in an invasive range
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